The SNP position is the number of the variable nucleotide within the contig counting from the 5′ end of the sequence as deposited in GenBank. b Allele-specific primers differ at the 3′ terminal nucleotide and each includes a distinctive sequence of nucleotides at the 5′ end that are complementary to separate universal FRET cassettes contained in the KASP reagent.
c The common primer is used during amplification of products containing both SNPs. , and GenBank) under the accession GELF00000000. The version described in this paper is the first version, GELF01000000. A total of 3333 putative SNPs were identified using a SNP finder tool within the BamBam genome sequence analysis package (Page et al., 2014) , employing the following criteria: (1) sequence coverage depth at the SNP must be ≥10, (2) the minor allele must represent at least 30% of the alleles observed, and (3) only SNPs that did not have another SNP within 50 bp of either side were considered for possible assay development.
A diverse panel of 23 individuals was created for validating SNP assays by selecting a wide range of SSR genotypes using the four B. tectorum SSR loci BT05, BT26, BT30, and BT33 (Merrill et al., 2012) . These 23 individuals were full siblings of previously genotyped individuals. Due to the inbred nature of B. tectorum, high levels of homozygosity are commonly observed and seeds from the same maternal plant are expected to be near-isogenic. Seeds collected from individual plants in the field were sown in the greenhouse, and leaf tissue DNA was extracted using a DNeasy Plant Mini Kit (QIAGEN, Germantown, Maryland, USA) or a modified cetyltrimethylammonium bromide (CTAB) extraction protocol (Fulton et al., 1995) . A set of 101 SNPs were validated for KASP genotyping (LGC Genomics, Beverly, Massachusetts, USA) following the KASP Genotyping Manual (version 3.0) using a PHERAstar Plus Microplate Reader (BMG Labtech, Ortenberg, Germany), and the data were analyzed using KlusterCaller (version 2.15, LGC Genomics). Primers for each assay were designed using PrimerPicker Lite for KASPar (version 0.26, LGC Genomics). This software designs two forward allele-specific primers (one for each allele) and two potential common reverse primers, only one of which is used in the actual assay (Table 1 ). The two allele-specific primers differ at the terminal, 3′ nucleotide, which defines the SNP. Each assay was tested on the panel of 23 individuals, with one nontemplate control per assay, in a 384-well plate. Data displays from successful assays had two (or three, in the case of heterozygotes) distinct clusters with good separation. If initial separation was poor, samples were amplified for an additional five, 10, or 15 cycles, as needed. For assays that failed using the first common reverse primer, the second common reverse primer was substituted and validated.
